means for selecting a plurality of different partial sequences from said plurality 
of partial sequences based on results of said position determining means; 

means for determining\a plurality of pairs of primers for normal PCR for each of 
said plurality of different partial, sequences; and 

means for automatically collating said plurality of pairs of primers with said 
predicted exons and the DNA nucleotide sequence. 



^ 7. A storage medium ha>wng recorded thereon a program executable at a control unit in a 

computer with memorV recording data on a plurality of different DNA nucleotide 
sequences of the human genome, said program comprising instructions 

for reading data on\tt least one of the plurality of different DNA nucleotide 
sequences in said memory, 

for predicting a plurality f different exons of said selected DNA nucleotide, 
for storing the predicted^e^ns in said memory, 

for extracting a plurality of j^iS^fequences meeting extraction conditions from 
said predicted exons and the dafa |p said DNA nucleotide sequence, wherein said 
extraction conditions include a predAekaaffTea base length, 

for determining positions of saifl%>lurality of partial sequences related to each one 
of said predicted exons and the DNAmuoieotide sequence, 

for selecting a plurality of aiffe^nt partial sequences from results of the 
determining step, and 

for determining a plurality pairs of Rimers for normal PCR for each of said 
plurality of different partial sequences, and 

for automatically collating said plurality f pairs of primers with said predicted 
exons and the DNA nucleotide sequence 



19. A primer design system, comprising: 

means for selecting at frast one DNA nucleotide sequence based on at least one 
predetermined genetic function otinterest from a database having data on a plurality of 
DNA nucleotide sequences of the lyuj?d5igenome; 

means for predicting and sto\jJpg a plurality of different exons of said selected 
DNA nucleotide; and 

a control unit for controlling tl|e%ystem, said control unit controlling: 

means for extracting a plurality ofWrtial sequences meeting certain base length 
extraction conditions from the predicted ex^ns; 

means for determining positionsXof safld plurality of partial sequences related to 
each one of said predicted exons and the DNA nucleotide sequence; 
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means for\electing a plurality of different partial sequences from said plurality 
of partial sequences\nd 

means for detemynjjg^ plurality pairs of primers for normal PCR for each of said 
plurality of different partr^lsem^fices; and 



means for automati' 
predicted exons and the DK 



Jly collating said plurality of pairs of primers with said 
cleotide sequence. 
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A primer design system, comprising: 

means for selecting at least one DNA nucleotide sequence from a database 
including a plurality of DNA nucleotide sequences of the human genome; 

means for predicting and storing a plurality of different exons of said selected 
DNA nucleotide; and 

a control unit for controlling the system, said control unit controlling: 

means for associating tn^s predicted exons with corresponding regions in [each of] 
the DNA nucleotide sequence; 

means for extracting a plawrmjp of partial sequences from the predicted exons 
under extraction conditions, wherem skid extraction conditions include a predetermined 
base length; 

means for collating positions p\said plurality of partial sequences related to each 
of the predicted exons; 

means for selecting a pluralifv ofttifferent partial sequences from said plurality 
of partial sequences based on results o\saia^means for collating positions of said plurality 
of partial sequences, wherein more than one partial sequence is associated with a genomic 
sequence; 

means for determining a plurality of pair\of primers for normal PCR for each of 
said plurality of different partial sequences; and 

means for automatically collating said plur^hty of pairs of primers with at least 
the positions related to said predicted exons and the DNA nucleotide sequence. 



A storage medium having recorded thereon a program executable at a control unit in a 
computer with memory recording da^a-jon a plurality of different DNA nucleotide 
sequences of the human genome, sail program comprising instructions 

for reading data on at least one D^J& nucleotide sequence in said memory; 

for predicting a plurality of dinterent exons of said selected DNA nucleotide; 

for storing the predicted exonsiVthe memory; 

for positioning the predicted ex<\n\associated with genetic functions of interest 
on the DNA nucleotide sequence; 



3 




for extracSpg a plurality of partial sequences from the predicted exons under 
extraction condition^, wherein said extraction conditions include a predetermined base 

length; \ 

for collating poVtions of said plurality of partial sequences related to each of the 

predicted exons and the genetic functions; 

for selecting a plurM^of different partial sequences from said plurality of partial 
sequences based on results onsaid means for collating positions of said plurality of partial 

sequences; 1 X w00 ^ 

for determining a pluralW of pairs of primers for normal PCR for each of said 
plurality of different partial s^ueVces; and 

for automatically collating^aid plurality of pairs of primers with at least the 
positions related to said predicted exqas and the DNA nucleotide sequence. 



Please add new claims as follows: 




30. A methVd for designing primers, comprising the steps of: 

selecting at least one DNA nucleotide sequence from a database, said database 
including a DNA nucleotide sequence of the human genome; 

ing a plurality of exons of said selected DNA nucleotide using at least 

one exon predicting 

extractive a partial sequence corresponding to each of said predicted exons 
meeting extraction condfiions, wherein said extraction conditions include a base length; and 

determining the primers for each of said extracted partial sequences. 

31 . A method for designing primers according to claim 30, wherein said extraction 
conditions include a conditio^ selected from the group consisting of GC contents, Tm, Tm, 
and combination thereof. 

32. A method for designing p\mers according to claim 30, further comprising the steps 
of: 

after said extractingXstep, selecting at least one partial sequence from said 
extracted partial sequences based on t\e results of a homology search that utilizes said extracted 
partial sequences as a query. 
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